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Supplementary
. Colony-forming units (CFUs) of control (open circle) and polluted (closed circle) soil-residing heterotrophic prokaryotic cells on R2A agar plates. To count the number of colony-forming heterotrophic prokaryotic cells in the soil, One-gram soil at an appropriate sampling time point was suspended in 9 ml of phosphate-buffered saline, and the suspension was diluted and spread onto Difco TM R2A agar plates (Becton Dickinson, Franklin Lakes, NJ, USA) and incubated at 30 o C for ten days. The data represent the mean values of triplicated measurements with standard deviations. Figure S5 . Distribution of contig lengths in eleven metagenomic samples. Metagenomic reads from each sample were separately assembled using the IDBA-UD program. 18 The circle in the box plot represents base length of each contig. The number of reads used for the assembly, the length of contig N50, and the longest contig are indicated under the sample name.
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Total reads 12,561,547 13,367,184 8,584,326 11,912,537 11,022,660 12,825,888 11,562,982 10,255,058 11,331,760 7,273,428 14,358,223 Number Tables S12 and S13) is given in parentheses. The Y-axis indicates the log 2 -transformed variation ratio, where the gene abundance of each pathway at one time point was divided by that at the previous time point. The nucleotide positions of six PCR primer sets, sets 1 to 6 (see their primer sequences in Supplementary Table S2) , are depicted. The primer sets of 5 and 6 were used for PCR detection of (a) circular and/or concatenated forms of the contig and the quantitative PCR analysis, respectively. (c) Agarose gel electrophoresis of PCR-amplified fragments using the polluted soil metagenomic sample that was prepared at week 6. No PCR products were detected when the control soil metagenomic samples were used. (d) Copy number of the phage genome-derived sequence in the control (open circle) and polluted (closed circle) soil metagenomic samples. Quantitative PCR analysis was performed with three replicates.
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